ABSTRACT This work describes the complete genome sequence of the virulent myophage LL12. The 136-kb LL12 genome is related to coliphage V5 and is a component in the prebiotic PreforPro. LL12 was isolated against enterotoxigenic Escherichia coli, which causes traveler's diarrhea.
the genome sequence as deposited. This predicted terminal repeat is located in a noncoding region between two convergent transcripts. Fifty LL12-encoded proteins could be assigned putative functions, including the capsid protein (gp59), portal protein (gp63), and large terminase subunit (gp64). The components for tail morphogenesis, including baseplate (gp35) and multiple predicted tail fiber proteins (gp27, gp29, gp32, gp33, gp36, gp41, and gp42), were identified. The genes encoding the large terminase subunit (gp64) and DNA polymerase (gp212) are disrupted by predicted intron sequences. The genes responsible for phage lysis, including the phage endolysin (gp90), i-spanin (gp66), and o-spanin (gp65), were identifiable, but the phage holin could not be positively identified.
Data availability. The annotated phage genome sequence is deposited in NCBI GenBank under accession no. MH491969. Associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR9113738, and SAMN11840293, respectively.
